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(2) INFORMATION FOR SEQ ID NO: 1: 
(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH; 6152 base pairs 

(B) TYPE: nucleotide 

(C) STRANDEDNESS: double 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1: 



ATTTATTTAT 


TTTTATTCTT 


TTATTTCTTT 


11111U11A 


AATTGTATAT 


TTATAAATAT 


60 


TTTAAAAAGT 


TAGAAAATCA 


CAAATAGTAA 


TTAGAAATCA 


AATAATAAAA 


CATATAATGA 


120 


AAATAATAAT 


CAACAAATAA 


CTACCATATT 


TAATAGAACA 


AATATCAATC 


CGATAAAAAA 


180 


ATGTCATATC 


AGAGAAAAAA 


TAAATAAGTA 


crrmTiTG 


ATCAAAATTT 


TCAGATGCAC 


240 


CATTTTAATA 


TCCGCIGTAC 


AATATGATAA 


TAACGTAAGA 


TAAAAAACTA 


AATAATAAAT 


300 


ATAAATAAAA 


AAAAAAAAAA 


AAAAAAAAAA 


ATCAACTATA 


TAGTATGTAT 


AATATATATA 


360 


TATATATATA 


TATATATATA 


TATATATATA 


TATTTATTTT 


TATTTATTTA 


TTAAmnr 


420 


rmnxATA 


TTATCTTTTT 


AGTCTGATAT 


AAACAAGAGT 


TGGAAAAAAA 


ATACGTATCT 


ABO 


AGATAAGAAA 


TTCAATAAAC 


TATTTAACAG 


AAGTTTAGCA 


GAATCTCAAG 


TAAATGCTCA 


540 


ATTACCTACT 


GAACAAGTAA 


AGGAAAAAAT 


TCTTGACTTA 


TTAGAAGAAG 


GAAATACATT 


600 


AACTCAAACT 


CTAGATGATA 


ATAAAAATTT 


AGAAGAAGCC 


GAAGATATAA 


AGGAAAATAT 


660 


CTTATTAAGT 


AATATAGAAG 


AACCAAAAGA 


AAATATTATT 


CACAATTTAT 


TAAATAATAT 


720 


TGCACAAAAT 


TCACAAAAAC 


AAGAAAGTGT 


ATCAGAAAAT 


GTACAAGTCA 


CTCATGAACT 


780 


TTTTAATGAA 


TlATTAAATA 


GTGTAGATGT 


TAATGGAGAA 


CTAAAAGAAA 


ATATTTTCGA 


840 


CGAAAGTCAA 


GTTAAYGACC 


ATATTTTTAA 


TAG ITT ACTA 


AAAAGTCTTC 


AACAAGAACA 


900 


ACAACACAAT 


CTTSAAGAAA 


AAGTTGAAGA 


AAGTCTAGAA 


GAAAATCACC 


AAGAAAGTGT 


9.65 


ACAAGAAAAT 


CtAGAAGAAA 


ATCTAGAAGA 


AAATGACGAC 


GGAACTCTAC 


CCTCAACTGT 


1020 


TCAACAAACT 


ATAGC1TCAA 


GTCTTGATGA 


AAGTAT/SGAT 


TCAACYATTC 


AAGAAAATGT 




AGVfCCAACT 


GTTGAAGAAA 


TCCTAGCTCC 


AAGTCVTCiTA 


GAAACl'GTGG 


CTCCAACTCT 


1140 
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TCAACAAACT CTAGAAGAAA ATCTTGAACA AACTGTACCT CAAAATCTTC AAGAAAGTCT 1200 

AGCTGAAAAT CTTGAACAAA CTGTACCTGA AAATGTTGAA CAAACTGTAG CTGAAAATGT 1260 

TCAAGAAATC GTACCTCCAA CTGTTGAAGA AATCGTAGCT CCAACTGTTC AAGAAATTGT 1320 

AGCTCCAAGT CTTGTAGAAA GTGTGGCTCC AAGTCTTGAA CAAACTCTAG AAGAAAATGT 1380 

TCAAGAAAGT GTAGCTGAAA ATGTTGAAGA AAGTGTAGCT GAAAATCTTG AAGAAAGTCT 1440 

AGCTGAAAAT CTTCAAGAAA CTGTACCTGA AAATGTTGAA CAAACTCTAG CTCAAAATCT 1500 

TGAAGAAATC GTACCTCCAA CTGTTGAAGA AATCGTAGCT CCAACTGTTC AAGAAATTGT 1560 

AGCTCCAAGT CTTGTAGAAA CTCTCCCTCC AAGTCTTGAA CAAACTCTAG AAGAAAATGT 1620 

TCAAGAAAGT GTAGCTGAAA ATGTTGAAGA AAGTGTAGCT GAAAATCTTG AAGAAAGTCT 16*0 

AGCTGAAAAT CTTGAACAAA CTGTAGCTGA AAATGTTGAA CAAACTCTAG CTCAAAATCT 1740 

TCAAGAAAGT GTAGCTGAAA ATGTTGAAGA AAGTGTAGCT GAAAATCTTG AAGAAATCCT 1*00 

ACCTCCAACT CTTCAAGAAA TCCTACCTCC AACTGTTCAA GAAATTCTAC CTCCAACTCT 1860 

TCTACAAACT CTCCCTCCAA CTGTTGAAGA AACTGTAGAA GAAAATCTTG AAGAAAGTCT 1920 

AGCTGAAAAT CTTGAAGAAA CTGTAGCTGA AAATGTTGAA GAAACTGTAC CTGAAAATGT 1980 

TCAAGAAAGT GTAGCTGAAA ATGTTGAAGA AATCGTAGCT CCAACTGTTG AAGAAATCCT 2040 

ACCTCCAACT CTTGAACAAA TTCTAGCTCC AACTGTTCTA GAAACTGTCC CTCCAACTCT 2100 

TCAAGAAAGT GTACAACAAA ATGTTGAAGA AACTGTACCT GAAAATCTTG AAGAAAGTCT 2160 

AGCTGAAAAT CTTCAAGAAA CTGTACCTGA AAATGTTGAA CAAATCCTAC CTCCAACTCT 2220 

TGAAGAAATC GTACCTCCAA CTGI JTGAAGA AATTCTAGCT CCAACTGTTG TAGAAACTCT 2280 

CCCTCCAACT CTTGAAGAAA CTGTACAAGA AAATGTTGAA CAAACTCTAG CTCAAAATCT 2340 

TCAACAAACT GTAGCTGAAA ATGTTGAAGA AACTGTACCT GAAAATCTTG AAGAAAGTCT 2400 

AGCTGAAAAT CTTGAAGAAA TCCTACCTCC AACTCTTGAA GAAATCCTAC CTCCAACTCT 2460 

TCAACAAATT GTACCTCCAA GTGTTGTACA AACTGTGGCT CCAACTCTTC AAGAAAGTCT 2520 

AGAACAAAAT CTTCAAGAAA CTGTAGCTGA AAATGTTGAA CAAACTCTAG CTGAAAATGT 2580 

TGAAGAAACT GTAGCTGAAA ATGTTGAAGA AACTGTACCT CCAACTCTTC AACAAATTCT 2640 

AGCTCCAAGT CTTCAAGAAA CTGTAGCTCC AAGTCTTGAA GAAACTCTTC CTCAAAACGT 2700 

TCCAACAAAT TTATCACACA -rtttnTTfAAG TAATTTATTA GGTGCTATCC AAACTGACGA 2760 
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AATAAACCAC AGTATATTAA ATGAGATAGA ACAAGTAAAA GAAAATCTAC TCACCACAAT 2820 

ACTACAAAAC GTAGAACAAA CTACAGCTCA AAGTGTAACT ACTTTTAGTA ACATATTAGA 2880 

CCACATACAA CAAAATACTA TTACTAATGA TACTATACAG GAAAAATTAG AAGAACTCCA 2940 

CGAAAATCTA TTAACTGCCG CTTTAGAAAA TACCCAAAGT CAAGAGGAAA ACAAAGAAGT 3000 

AATAGATGTA ATTGAAGAAG TAAAAGAACA GGTCCCTACC ACTTTAATAC AAACTCTCGA 3060 

ACAGGCAGAA GAAAAGAGGG CAAATACAAT TACGGAAATA TTTGAAAATT TAGAAGAAAA 3120 

XGCAGTAGAA AGTAATGAAA ATCTTGCAGA GAATTTACAG AAATTAAACG AAACTGTATT 3180 

TAATACTGTA TTAGATAAAG TAGAGGAAAC ACTAGAAATT AGCGGAGAAA CTTTAGAAAA 3240 

CAATGAAATG GATAAAGCAT TTTTTAGTCA AATATTTCAT AATGT^AAAC CAATACAAGA 3300 

AAATTTATTA ACAGGTATGT TTCCAACTAT AGAAACCAGT ATAGTAATCC AATCACAAGA 3360 

AAAGGTTCAT TTGAATGAAA ATCTGGTTAC TTCGATTTTA CATAATATAG AAAATATGAA 3420 

AGAACGTTTA TTAAATAAAT TAGAAAATAT TTCAACTACT CAAGGTGTTC AAGAAACTGT 3480 

AACTGAACAT GTAGAACAAA ATCTATATGT CGATCTTGAT GTTCCTGCTA TCAAACATCA 3540 

ATTTTTAGGA ATATTAAATG ACGCACGAGG CTTGAAACAA ATGTTTTTTA ATTTCGAAGA 3600 

TGTATTTAAA ACTGAAAGTC ATGTAATTAC TGTAGAAGAA ATTAAGGATG AACCGCTTCA 3660 

AAAAGAGCTA CAAAAAGAAA CTCTTACTAT TATTCAAGAA ATCCAAGAAA ATATTGTAGA 3720 

TGTATTAGAG GAAGAAAAAG AAGATTTAAC ACACAAGATC ATAGATGCAG TAGAAGAATC 3780 

CATAGAAATA TCTTCAGATT CTAAAGAAGA AACTGAATCT ATTAAAGATA AAGAAAAAGA 3840 

TCTTTCACTA GTTCTTGAAG AAGTTCAAGA CAATCATATC CATGAAAGTG TTGAGAAAGT 3900 

TTTAGAATTC AAAAATATGG AAGAGGAGTT AATGAACGAT CCTCTTGAAA TAAATGACAT 3960 

TACTACCAAA CTTATTGAAC AAACTCAAGA GTTAAATGAA GTAGAAGCAG ATTTAATAAA 4020 

AGATATGCAA AAATTAAAAC AATTAGAAAA ACCATTATCA CAAGATTCTA AACAAATAAT 4080 

AGATCCAAAA CATCATACAT TACAAAAACT TATTGAAGAC CAACATGATA TAACCACCAC 4140 

CTTGGATGAA CTTGTAGAAT TAAAAGATCT CGAAGAAGAC AAGATCGAAA AAGTATCTCA 4200 

TTTAAAAGAT CTTGAACAAC ATATATTAAA AGAAGTAAAA GAAATCAAAG AAC£TG<\A^C 4260 

TCAAATTTTA GAACATTATA AAGAATTAAA AACTATTGAA ACACATATIT TAGAAGAGAA 4320 

AAAAGAAATA CAAAAACATC ATTTTCAAAA ATTCGAACAA GAAGCTGAAC AAATAAAAGA 4380 
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TCTTCAAGCA 


GATATATTAA 


aacaactatc 


TTCATTAGAA 


GTTGAAGAAG 


AAAAAAAATT 


6440 


AGAAGAAGTA 


GACGAA7TAA 


aagaagaggt 


AGAAGATATA 


ATAAGTCCTG 


ATCCGCATAT 


4500 


AAAAGGTTTC 


CAAGAAGATG 


atttagaaga 


ACTAGATCAT 


TTAAAAGCAA 


GTATATTAGA 


4560 


CATCTTAAAG 


GGAGATATGG 


AATTACCCCA 


TATGGATAAG 


GAAAGTTTAG 


AAGATGTAAC 


4620 


AAGAAAACTT 


GGAGAAAGAG 


TTCAATCCTT 


AAAAGATGTT 


TTATCTAGTG 


CATTACGCAT 


4680 


GGATGAAGAA 


CAAATGAAAA 


CAAGAAAAAA 


ACCTCAAAGA 


CCTAAGTTGG 


AAGAACTATT 


4740 


ATTAAAAGAA 


CACCTTAAAG 


AAGAACGAAA 


GAAAAAAATA 


ACAAAAAAGA 


AAGTAAGGTT 


4800 


TGATATTAAC 


GATAACGAAC 


CAAAAGATGA 


AATAGTAGAA 


GTTGAAATCA 


AAGATGAAGA 


4860 


TATAGAACAA 


GATGTAGAAC 


AACATATAGA 


AGAACATATA 


GAAGAAGATA 


AAGTTGAAGA 


4920 


TATAGATGAA 


GATATACATG 


AAGATATAGG 


TGAAGACAAA 


GATGAACTTA 


TACATTTAAT 


4980 


agtccaaaaa 


GAGAAACGGA 


TTGAAAACCT 


TAAAGCGAAA 


AACAAAAAAT 


TAGAAAAAAA 


5040 


acttgaagaa 


GGTGTTAGTG 


CTCTTAAAAA 


AGAGGTAGAC 


GAAGTAATGA 


AATATGTTCA 


5100 


AAAAATTGAT 


AAAGAAGTTG 


ATAAAGAACT 


ATCTAAAGCT 


TTAGAATCAA 


AAAATCATCT 


*X60 


TACTAATGTT 


TTAAAACAAA 


ATCAAGATTT 


TTTTAGTAAA 


CTTAAAAACT 


TCCTAAAAAA 


5220 


ATATAAAGTA 


TTTCCTGCAC 


CATTCATATC 


TCCCCTTCCA 


CCATTTCCAT 


CATATCTACT 


5260 


TCGCTTCTTT 


AGATTTTCTT 


TATTTTCATC 


ATGTCTAACA 


ATACCTTCTT 


CAACTTACTT 


5*40 


ATTATCAAAA 


CTTGACAAAA 


CTATAAATAA 


AAATAAGGAG 


ACACCGTTTT 


ATTCATTTCT 


5400 


ATTTGATATC 


TTTAAGAATT 


TAAAACATTA 


TTTAGAAGAA 


ATGAAAGAAA 


AATTTAGTAA 


5460 


AGAAAAAAAT 


AATAATGTAA 


TAGAAGTAAC 


AAAGAAAGCT 


CAGAAAAAAC 


CTAATGTACA 


5520 


CGTAACAAAT 


AAAACCGAGA 


AAACAACTAA 


ACTTGATAAA 


AATAATAAAG 


TACCGAAAAA 


5580 


AACAAGAACG 


GAAAAATCAA 


AATAAAAAAT 


TGCACAAGAG 


TGAAATGATT 


GGAGGGAACA 


5640 


ATAAAATTAA 


TGGATAAAAA 


ATATAAAAAT 


CTATATATTA 


TCTAAATATA 


TATAAATAAA 


5700 


TAAATAAATA 


CATACATATA 


TATATATATA 


TATATCTATC 


1 11 n AC AAA 


ATTTTAAAAT 


5760 


TTTAAAATTT 


ATATATATTA 


ATATTTATAT 


TTTTCCATAT 


ATAATTTTAT 


TTTCAATATT 


5820 


TTAIirilAA 


TTATAAATGT 


TTTTTACAGA 


CTTTATCTTT 


TTTAA1TAAT 


ATATAGATTT 


5880 


CTGtAAGAAA 


CTCTATATTA 


TTCATACGAT 


ATATGTAATA 


TTAATTATTT 


CTCTTTTATT 


5940 


aaaatttata 


ttatataata 


TATATATATA 


TATATATCTA 


TATATATTAG 


AAGATAAAAA 


6000 
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TTTACCTTAT TTTCCTTCTT ATCCAAATAA GCTTTTTTTT T inHl ' lTl UUUITA 'C 6060 
ATATAAACCA TGTTTAATTT TTAATTTTTA ATATTTTATA TAAAATATTT TTCCTAAAAA 6120 
AAAAAAAAAT TAAAAAAAAC TTATATTTCC AA 6152 
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(2) INFORMATION FOR SEQ ID NO; 2: 
(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 5361 base pairs 

(B) TYPE: nucleotide 

(C) STRANDEDNESS : double 

(D) TOPOLOGY: linear 
(ii) MOLECULE TYPE: cDNA 

(ix) FEATURE: 

(A) NAME /KEY : CDS 

(B) LOCATION: 1..5361 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2: 



ATG ACA AAT ACT AAT ?AC AAA TCA AAT AAT AAA ACA TAT AAT CAA AAT 48 
Het Thr Asn Ser Asn Tyr Lys Ser Asn Am Lys Thr Tyr Asn Glu Asn 

1 5 10 15 

AAT AAT 6AA CAA ATA ACT ACC ATA TTT AAT ACA ACA AAT ATG AAT CCC 96 
Asn Asn Glu Gin II* Thr Thr II* Phe Asn Arg Thr Asn Met. Asn Pro 
20 25 30 

ATA AAA AAA TCT CAT ATG ACA CAA AAA ATA AAT AAG TAC TTT TTT TTG 144 
lie Lys Lys Cys His Met Arg Clu Lys II* Asn Lys Tyr Phe Phe Leu 
35 AO 45 

ATC AAA ATT TTG ACA TCC ACC ATT TTA ATA TGC GCT GTA CAA TAT GAT 192 
He Lys II* Leu Thr Cys Thr 11* Leu II* Trp Ala Val Gin Tyr Asp 
50 55 60 

AAT AAC TCT CAT ATA AAC AAG ACT TGG AAA AAA AAT ACG TAT GTA CAT 240 
Asn Asn Ser Asp II* Asn Lys S*r Trp Lys Lys Asn Thr Tyr Val Asp 
65 70 75 80 

AAC AAA TTC AAT AAA CTA TTT AAC ACA ACT TTA CCA GAA TCT CAA GTA 268 
Lys Lys Leu Asn Lys Leu Ph* Asn Arg Ser Leu Cly Clu Ser Cln Val 
85 90 95 

AAT GCT GAA TTA GCT ACT GAA GAA GTA AAC CAA AAA ATT CTT CAC TTA 336 
Asn Gly Glu Leu Als Ser Clu Clu Val Lys Clu Lys He Leu Asp Leu 
100 105 110 

TTA GAA CAA CCA AAT ACA TTA ACT GAA ACT CTA CAT CAT AAT AAA AAT 384 
Leu Clu Clu Gly Asn Thr Leu Thr Clu Ser Val Asp Asp Asn Lys Asn 
115 120 125 
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TTA GAA CAA GCC CAA CAT ATA AAG CAA AAT ATC TTA TTA ACT AAT ATA 432 
Leu Clu Glu Ala Clu Asp lie Lys Glu Asn lie Leu Leu Ser Asn lie 
130 135 140 

CAA CAA CCA AAA CAA AAT ATT ATT CAC AAT TTA TTA AAT AAT ATT CCA 4B0 
Clu Clu Pro Lys Clu Asn lie lie Asp Asn Leu Leu Asn Asn lie Gly 
145 150 155 X60 

CAA AAT TCA GAA AAA CAA CAA ACT GTA TCA GAA AAT CTA CAA CTC ACT 528 
Gin Asn Ser Clu Lys Gin Clu Ser Val Ser Glu Asn Val Gin Val Ser 
165 170 175 

CAT CAA CTT TTT AAT GAA TTA TTA AAT ACT CTA CAT CTT AAT CCA CAA 576 
Asp Glu Leu Phe Asn Glu Leu Leu Asn Ser Val Asp Val Asn Gly Clu 
1B0 185 190 

GTA AAA CAA AAT ATT TTC GAG CAA ACT CAA CTT AAT GAC CAT ATT TTT 624 
Val Lys Glu Asn He Leu Glu Glu Ser Gin Val Asn Asp Asp lie Phe 
195 200 205 

AAT ACT TTA CTA AAA ACT CTT CAA CAA CAA CAA CAA CAC AAT CTT CAA 672 
Asn Ser Leu Val Lys Ser Val Gin Gin Clu Gin Cln His Asn Val Clu 
210 215 220 

CAA AAA CTT CAA GAA ACT CTA CAA GAA AAT CAC CAA CAA ACT .CTA CAA 720 
Glu Lys Val Clu Clu Ser Val Glu Clu Asn Asp Clu Clu Ser Val Clu 

225 230 235 240 

GAA AAT GTA GAA GAA AAT GTA CAA GAA AAT GAC CAC CCA ACT CTA CCC 768 
Glu Asn Val Clu Glu Asn Val Clu Glu Asn Asp Asp Gly Ser Val Ala 
245 250 255 

TCA ACT CTT GAA GAA ACT ATA CCT TCA ACT CTT CAT GAA ACT ATA CAT 816 
Ser Ser Val Clu Glu Ser He Ala Ser Ser Val Asp Clu Ser He Asp 
260 265 270 

TCA ACT ATT GAA CAA AAT CTA CCT CCA ACT CTT CAA GAA ATC CTA CCT E64 
Ser Ser He Clu Clu Asn Val Ala Pro Thr Val Clu Clu He Val Ala 
275 280 ' 285 

CCA ACT CTT CTA CAA ACT CTC CCT CCA ACT GIT CAA CAA ACT CTA CAA 912 
Pro Ser Val Val Glu Ser Val Ala Pro Ser Val Glu Glu Ser Val Clu 
290 295 300 

GAA AAT CTT GAA CAA ACT CTA CCT GAA AAT CTT GAA CAA ACT GTA CCT 960 
Clu Asn Val Clu Glu Ser Val Ala Clu Asn Val Clu Clu Ser Val Ala 
*05 310 315 320 

CAA AAT GTT GAA GAA ACT CTA CCT GAA AAT CTT GAA CAA ACT CTA CCT 1008 
Glu Asn Val Clu Clu Ser Val Aid Clu Asn Val Clu Glu Ser Val Ala 
325 330 335 
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CAA AAT CTT GAA CAA ATC CTA OCT CCA ACT CTT CAA CAA ATC CTA CCT 1056 
Glu Asn Val Clu Clu lie Val Ala Pro Thr Val Clu Clu lie Val Ala 
340 345 350 

CCA ACT CTT CAA CAA ATT CTA GCT CCA ACT GTT CTA CAA ACT GTC CCT 1104 
Pro Thr Val Glu Glu He Val Ala Pro Ser Val Val Glu Ser Val Ala 
355 360 365 

CCA ACT GTT GAA GAA ACT CTA GAA GAA AAT GTT GAA GAA ACT CTA GCT 1152 
Pro Ser Val Glu Glu Ser Val Glu Glu Asn Val Clu Glu Ser Val Ala 
370 375 380 

GAA AAT GTT GAA GAA ACT CTA CCT GAA AAT CTT GAA GAA ACT CTA CCT 1200 
Glu Asn Val Glu Clu Ser Val Ala Glu Asn Val Glu Glu Ser Val Ale 
385 390 395 400 

GAA AAT GTT GAA GAA AGT CTA CCT CAA AAT CTT GAA GAA ACT CTA CCT 1248 
Glu Asn Val Glu Glu Ser Val Ala Clu Asn Val Clu Glu Ser Val Ala 
405 410 415 

GAA AAT GTT GAA GAA ATC CTA GCT CCA ACT CTT GAA GAA ATC CTA GCT 1296 
Glu Asn Val Glu Glu He Val Ala Pro Thr Val Glu Glu He Val Ala 
420 425 430 

CCA ACT CTT GAA GAA ATT CTA GCT CCA ACT CTT CTA GAA AGT .GTC CCT 1344 
Pro Thr Val Glu Glu He Val Ala Pro Ser Val Val Glu Ser Val Ala 
435 440 445 

CCA AGT GTT GAA GAA ACT CTA GAA GAA AAT GTT GAA CAA AGT CTA GCT 1392 
Pro Ser Val Glu Glu Ser Val Glu Clu Asn Val Glu Glu Ser Val Ala 
450 455 460 

GAA AAT GTT GAA CAA ACT CTA GCT GAA AAT GTT GAA GAA ACT CTA GCT 1440 
Glu Asn Val Glu Glu Ser Val Ala Glu Asn Val Glu Clu Ser Val Ala 
465 470 475 480 

CAA AAT CTT GAA GAA ACT CTA CCT GAA AAT CTT CAA GAA ACT CTA GCT 1488 
Clu Asn Val Glu Glu Ser Val Ala Glu Asn Val Glu Glu Ser Val Ala 
485 490 495 

GAA AAT CTT CAA CAA ACT CTA CCT GAA AAT CTT CAA GAA ACT CTA CCT 1536 
Clu Asn Val Clu Clu Ser Val Ala Clu Asn Val Glu Clu Ser Val Ala 
500 505 510 

CAA AAT CTT CAA CAA ATC CTA CCT CCA ACT CTT CAA GAA ATC CTA CCT 1584 
Clu Asn Val Clu Clu He Val Ala Pro Thr Val Clu Clu He Val Ala 
515 520 525 

CCA ACT GTT GAA CAA ATT CTA CCT CCA AGT CTT CTA CAA ACT CTC CCT 1632 
Pro Thr Val Clu Clu He Val Ala Pro Ser Val Val Clu Ser Val Ala 
530 535 540 
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CCA ACT GTT GAA CAA ACT CTA CAA CAA AAT CTT CAA CAA ACT CTA CCT 1680 
Fro Scr Val Glu Clu Scr Val Clu Clu Asn Val Clu Glu Ser Val Ala 

545 550 555 560 

GAA AAT CTT GAA CAA ACT CTA CCT CAA AAT CTT CAA GAA ACT CTA CCT 1728 
Clu Asn Val Glu Glu Ser Val Ala Clu Asn Val Clu Clu Ser Val Ala 
565 570 575 

GAA AAT CTT CAA GAA ACT CTA CCT GAA AAT GTT GAA GAA ATC CTA CCT 1776 
Clu Asn Val Clu Glu Ser Val Ala Glu Asn Val Glu Glu lie Val Ala 
580 585 590 

CCA ACT CTT GAA GAA ATC CTA CCT CCA ACT CTT CAA GAA ATT CTA CCT 1824 
Fro Thr Val Clu Clu lie Val Ala Pro Thr Val Clu Glu lift Val Ala 
595 600 605 

CCA ACT CTT CTA GAA ACT GTC GCT CCA ACT CTT GAA GAA ACT CTA CAA 1872 
Pro Ser Val Val Glu Ser Val Ala Pro Ser Val Glu Glu Ser Val Clu 
610 615 620 

GAA AAT CTT GAA GAA ACT CTA GCT GAA AAT CTT GAA GAA ACT CTA CCT 1920 
Glu Asn Val Glu Glu Ser Val Ala Glu Asn Val Glu Clu Ser Val Ala 
625 630 635 640 

GAA AAT GTT CAA CAA ACT CTA CCT GAA AAT GTT GAA GAA ATC t CTA GCT 1968 
Glu Asn Val Glu Glu Ser Val Ala Glu Asn Val Clu Glu lie Val Ala 
645 650 655 

CCA ACT CTT GAA GAA ATC CTA GCT CCA ACT GTT GAA GAA ATT CTA CCT 2016 
Pro Thr Val Glu Glu He Val Ala Pro Thr Val Glu Glu He Val Ale 
660 665 670 

CCA ACT CTT CTA CAA ACT GTC CCT CCA ACT CTT GAA CAA ACT CTA GAA 2064 
Pro Ser Val Val Clu Scr Val Ala Pro Ser Val Glu Clu Ser Val Clu 
675 680 685 

CAA AAT GTT GAA GAA ACT CTA CCT GAA AAT CTT GAA GAA ACT CTA CCT 2112 
Clu Asn Val Glu Glu Ser Val Ala Glu Asn Val Clu Glu Ser Val Ala 
690 695 700 

CAA AAT GTT GAA GAA ACT CTA CCT CAA AAT CTT GAA CAA ACT CTA CCT 2160 
Clu Asn Val Clu Glu Ser Val Ala Glu Asn Val Clu Clu Ser Val Ala 
705 710 715 720 

GAA AAT GTT CAA GAA ATC CTA GCT CCA ACT GTT CAA CAA ATC CTA GCT 2208 
Clu Asn Val Clu Clu He Val Ala Pro Thr Val Clu Glu He Val Ala 
725 730 735 

CCA ACT GTT GAA CAA ATT CTA CCT CCA ACT CTT CTA CAA ACT CTC CCT 2256 
Pro Thr Val Clu Clu He Val Ala Pro Ser Val Val Glu Ser Val Ala 
740 74 5 750 



FIGURE 2/D 



WO 96/41877 



10/26 PCT/FR96/00894 



CCA ACT CTT CAA CAA ACT CTA CAA CAA AAT CTT CAA CAA ACT CTA OCT 2304 
Pro Ser Val Clu Clu Ser Val Clu Glu Asn Val Clu Clu Ser Vai Ala 
755 760 765 

CAA AAT CTT CAA CAA ACT CTA CCT CAA AAT CTT CAA CAA ACT CTA CCT 2352 
Glu Asn Val Clu Clu Ser Val Ala Clu Asn Val Clu Glu Ser Val Ala 
770 775 780 

CAA AAT CTT GAA GAA ACT CTA CCT CCA ACT CTT GAA CAA ATT CTA CCT 2400 
Glu Asn Val Clu Clu Ser Val Ala Fro Thr Val Clu Clu lie Val Ala 
785 790 795 800 

CCA ACT CTT CAA CAA ACT CTA CCT CCA ACT CTT GAA GAA ACT CTT CCT 2448 
Pro Ser Val Clu Glu Ser Val Ala Pro Ser Val Clu Clu Ser Val Ala 
805 810 815 

CAA AAC CTT CCA ACA AAT TTA TCA CAC AAT CTT TTA ACT AAT TTA TTA 2496 
Clu Asn Val Ala Thr Asn Leu Ser Asp Asn Leu Leu Ser Asn Leu Leu 
820 825 830 

CCT CCT ATC GAA ACT GAG CAA ATA AAC CAC ACT ATA TTA AAT GAG ATA 2544 
Cly Cly He Glu Thr Glu Clu He Lys Asp Ser He Leu Asn Glu He 
835 S40 845 

GAA CAA CTA AAA GAA AAT CTA GTC ACC ACA ATA CTA GAA AAC *CTA CAA 2592 
Clu Clu Val Lys Glu Asn Val Val Thr Thr He Leu Clu Asn Val Clu 
850 855 860 

GAA ACT ACA CCT GAA ACT CTA ACT ACT TTT ACT AAC ATA TTA GAG GAG 2640 
Glu Thr Thr Ala Clu Ser Val Thr Thr Phe Ser Asn He Leu Clu Clu 

870 875 880 

ATA CAA GAA AAT ACT ATT ACT AAT GAT ACT ATA CAC CAA AAA TTA GAA 2688 
He Gin Clu Asn Thr He Thr Asn Asp Thr He Clu Clu Lys Leu Clu 
885 890 895 

CAA CTC CAC CAA AAT GTA TTA ACT GCC CCT TTA CAA AAT ACC CAA ACT 2736 
Clu Leu His Glu Asn Val Leu Ser Ala Ala Leu Glu Asn Thr Gin Ser 
900 905 910 

CAA GAG CAA AAC AAA CAA CTA ATA CAT CTA ATT GAA GAA CTA AAA GAA 2784 
Glu Clu Clu Lys Lys Clu Val He Asp Val He Clu Clu Val Lys Clu 
915 920 925 

CAC CTC CCT ACC ACT TTA ATA CAA ACT CTC GAA CAC CCA CAA CAA AAC 2832 
Clu Val Ala Thr Thr Leu He Clu Thr Val Clu Cln Ala Clu Clu Lys 
930 035 940 

ACC CCA AAT ACA ATT ACC CAA ATA TTT CAA AAT TTA CAA CAA AAT CCA 2880 
Ser Ala Asn Thr He Thr Clu He Phe Clu Asn Leu Clu Clu Asn Ala 
* A5 950 955 960 
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CTA GAA ACT AAT GAA AAT CTT CCA CAC AAT TTA GAG AAA TTA AAC GAA 2928 
Val Glu Ser Asn Glu A*n Val Ala Clu Asm Leu Glu Lys Leu Asn Clu 
965 970 975 

ACT CTA TTT AAT ACT CTA TTA CAT AAA CTA CAC GAA ACA CTA GAA ATT 2976 
Thr Val Phe Asn Thr VaI Leu Asp Lys Val Glu Clu Thr Val Clu lie 
980 985 990 

ACC GGA GAA ACT TTA GAA AAC AAT GAA ATC GAT AAA CCA TTT TTT ACT 3024 
Ser Cly Clu Ser Leu Glu Asn Asn Glu Met Asp Lys Ala Phe Phe Ser 
995 1000 1005 

GAA ATA TTT GAT AAT CTA AAA GGA ATA CAA GAA AAT TTA TTA ACA CGT 3072 
Glu lie Phe Asp Asn Val Lys Cly He Gin Clu Asn Leu Leu Thr Cly 
1010 1015 1020 

ATG TTT CGA ACT ATA GAA ACC ACT ATA CTA ATC CAA TCA CAA GAA AAC 3120 
Met Phe Arg Ser lie Glu Thr Ser He Val He Gin Ser Glu Glu Lys 
1025 1030 1035 1040 

CTT GAT TTC AAT GAA AAT CTG CTT ACT TCC ATT TTA CAT AAT ATA CAA 3168 
Val Asp Leu Asn Glu Asn Val Val Ser Ser He Leu Asp Asn He Glu 
1045 1050 1055 

AAT ATC AAA GAA CGT TTA TTA AAT AAA TTA CAA AAT ATT TCA. ACT ACT 3216 
Asn Met Lys Glu Gly Leu Leu Asn Lys Leu Glu Asn He Ser Ser Thr 
1060 1065 1070 

GAA CGT CTT CAA CAA ACT CTA ACT GAA CAT CTA GAA GAA AAT CTA TAT 3264 
Clu Cly Val Gin Clu Thr Val Thr Clu His Val Clu Gin Asn Val Tyr 
1075 1080 1085 

GTC CAT CTT GAT GTT CCT CCT ATC AAA GAT CAA TTT TTA GGA ATA TTA 331.2 
Val Asp Val Asp Val Pro Ala Met Lys Asp Gin Phe Leu Gly He Leu 
1090 1095 1100 

AAT GAG CCA CGA CGC TTC AAA CAA ATG TTT TTT AAT TTC GAA GAT CTA 3360 
Asn Glu Ala Cly Cly Leu Lys Clu Met Phe Phe Asn Leu Clu Asp Val 
1105 1110 1115 ' 1120 

TTT AAA ACT GAA ACT GAT CTA ATT ACT CTA GAA GAA ATT AAC GAT GAA 3408 
Phe Lys Ser Clu Ser Asp Val He Thr Val Clu Clu He Lys Asp Glu 
1125 1130 1135 

CCG CTT CAA AAA GAC CTA GAA AAA CAA ACT GTT ACT ATT ATT GAA CAA 3456 
Pro Val Cln Lys Clu Val Clu Lys Glu Thr Val Ser He He Clu Clu 
11*0 H45 1150 

ATC CAA CAA AAT ATT CTA GAT CTA TTA GAtf CAA CAA AAA GAA GAT TTA 3504 
Met Clu Clu Asn lie Val Asp Val Leu Clu Clu Clu Lys Clu Asp Leu 
1155 H60 H65 
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ACA CAC AAC ATG ATA GAT CGA CTA CAA GAA TCC ATA CAA ATA TCT TCA 3552 
Thr Asp Lys Mec He Asp Ala Val Glu Clu Ser He Clu lit Ser Ser 

1170 1175 1180 

GAT TCT AAA GAA GAA ACT CAA TCT ATT AAA GAT AAA GAA AAA GAT CTT 3 GOO 

Asp Ser Lys Glu Glu Thr Clu Ser He Lys Asp Lys Clu Lys Asp Val 
1185 U90 1195 1200 

TCA CTA CTT GTT GAA GAA GTT CAA CAC AAT GAT ATG CAT GAA ACT GTT 3648 
Ser Leu Val Val Glu Glu Val Gin Asp Asn Asp Het Asp Clu Ser Val 
1205 1210 1215 

GAG AAA CTT TTA GAA TTC AAA AAT ATG GAA GAC GAC TTA ATG AAC GAT 3696 
Clu Lys Val Leu Glu Leu Lys Asn Het Clu Clu Glu Leu Met Lys Asp 
1220 1225 1230 

GCT CTT CAA ATA AAT CAC ATT ACT ACC AAA CTT ATT CAA CAA ACT CAA 3744 
Ala Vsl Glu He Asn Asp He Thr Ser Lys Leu He Clu Clu Thr Gin 
1235 1240 1245 

GAG TTA AAT GAA CTA GAA CCA CAT TTA ATA AAA CAT ATG CAA AAA TTA 3792 
Clu Leu Asn Glu Vsl Glu Ala Asp Leu He Lys Asp Met Glu Lys Leu 
1250 1255 1260 

AAA GAA TTA GAA AAA CCA TTA TCA CAA CAT TCT AAA GAA ATA. ATA GAT 3840 
Lys Clu Leu Glu Lys Ale Leu Ser Glu Asp Ser Lys Clu He He Asp 
1265 1270 1275 1280 

GCA AAA CAT GAT ACA TTA CAA AAA GTT ATT GAA GAG GAA CAT CAT ATA 3886 
Ala Lys Asp Asp Thr Leu Glu Lys Vsl He Glu Clu Clu His Asp He 
1285 1290 1295 

ACC ACC ACC TTC CAT GAA CTT GTA GAA TTA AAA GAT CTC GAA GAA CAC 3936 
Thr Thr Thr Leu Asp Clu Vsl Vsl Clu Leu Lys Asp Val Clu Clu Asp 
1300 1305 1310 

AAC ATC CAA AAA CTA TCT GAT TTA AAA GAT CTT CAA GAA GAT ATA TTA 3984 
Lys He Glu Lys Vsl Ser Asp Leu Lys Asp Leu Clu Clu Asp He Leu 
1315 1320 1325 

AAA GAA GTA AAA GAA ATC AAA CAA CTT CAA ACT CAA ATT TTA GAA GAT 4032 
Lys Clu Val Lys Clu He Lys Clu Leu Glu Ser Glu lie Leu Clu Asp 
1330 1335 U40 

TAT AAA CAA TTA AAA ACT ATT CAA ACA CAT ATT TTA CAA GAG AAA AAA 4080 

Tyr Lys Clu Leu Lys Thr He Clu Thr Asp He Leu Clu Glu Lys Lys 
U * S 1350 1355 1360 

CAA ATA GAA AAA CAT CAT TTT CAA AAA TTC CAA CAA CAA GCT CAA CAA 4128 
Clu He Glu Lys Asp His Phe Clu Lys Phe Clu Clu Clu Ala Clu Clu 
1365 1370 1375 



FIGURE 2/6 



WO 96/41877 13/26 PCT/FR96/00894 



ATA AAA GAT CTT CAA CCA CAT ATA TTA AAA CAA CTA TCT TCA TTA CAA 4176 
lie Lys Asp Leu Glu Ala Asp lie Leu Lys Clu Val Ser Ser Leu Glu 
1380 1385 1390 

CTT CAA GAA CAA AAA AAA TTA CAA CAA CTA CAC CAA TTA AAA CAA CAC 4224 
Val Glu Glu Glu Lys Lys Leu Clu Clu Val His Clu Leu Lys Clu Clu 
1395 1400 1405 

CTA GAA CAT ATA ATA ACT CGT GAT GCG CAT ATA AAA GCT TTC CAA CAA 4272 
Val Clu His He He Ser Cly Asp Ala His He Lys Gly Leu Clu Clu 
1410 1415 1420 

CAT GAT TTA GAA GAA CTA GAT CAT TTA AAA CCA ACT ATA TTA GAC ATG 4320 
Asp Asp Leu Glu Glu Val Asp Asp Leu Lys Gly Ser He Leu Asp Met 
1425 1430 1435 1440 

TTA AAC CCA CAT ATG CAA TTA GGC GAT ATG GAT AAG CAA ACT TTA CAA 4368 
Leu lys Cly Asp Met Clu Leu Cly Asp Hec Asp Lys Clu Ser Leu Clu 
1445 1450 1455 

GAT CTA ACA ACA AAA CTT CCA GAA ACA CTT CAA TCC TTA AAA CAT CTT 4416 
Asp Val Thr Thr Lys Leu Gly Clu Ar& Val Glu Ser Leu Ly* Asp Val 
1460 1465 1470 

TTA TCT ACT GCA TTA GGC ATG CAT GAA CAA CAA ATG AAA ACA .ACA AAA 4464 
Leu Ser Ser Ala Leu Cly Hec Asp Clu Clu Cln Met Lys Thr Arg Lys 
1475 1480 1485 

AAA GCT CAA ACA CCT AAC TTG GAA CAA CTA TTA TTA AAA CAA CAC CTT 4512 
Lys Ala Cln Kvg Pro Lys Leu Clu Clu Val Leu Leu Lys Glu Clu Val 
1490 1495 1500 

AAA CAA GAA CCA AAG AAA AAA ATA ACA AAA AAC AAA CTA ACC TTT CAT 4560 
Lys Clu Clu Pro Lys Lys Lys He Thr Lys Lys Lys Val Arg Phe Asp 

1510 1515 1520 

ATT AAC GAT AAC CAA CCA AAA GAT CAA ATA CTA GAA CTT GAA ATG AAA 4608 
He Lys Asp Lys Clu Pro Lys Asp Glu He Val Clu Val Clu Met Lys 
1525 1530 1535 

CAT CAA CAT ATA GAA GAA CAT CTA CAA CAA GAT ATA CAA CAA CAT ATA 4636 
Asp Clu Asp lie Clu Clu Asp Val Clu Clu Asp He Clu Glu Asp He 
1540 1545 1550 

GAA CAA CAT AAA CTT GAA CAT ATA GAT GAA CAT ATA CAT CAA CAT ATA 4704 
Clu Clu Asp Lys Val Clu Asp He Asp Glu Asp He Asp Glu Asp He 
1555 1560 1565 

CCT CAA CAC AAA CAT CAA CTT ATA GAT TTA ATA CTC CAA AAA CAC AAA 4752 
Cly Clu Asp Lys Asp Clu Val He Asp Leu He Vol Cln Lys Clu Lys 
1570 1575 1580 
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CGC ATT CAA AAC CTT AAA CCC AAA AAC AAA AAA TTA GAA AAA AAA GTT 4800 
Arg He Glu Lyc Val Lys Ala Lys Lys Lys Lys Leu Clu Lys Lys Val 
1585 1590 1595 1600 

GAA GAA OCT CTT ACT GGT CTT AAA AAA CAC GTA CAC GAA CTA ATC AAA 4848 
Clu Glu Cly Val Ser Gly leu Lys Lys His Val Asp Glu Val Met Lys 
1605 1610 1615 

TAT GTT CAA AAA ATT GAT AAA GAA CTT CAT AAA GAA CTA TCT AAA CCT 4896 
Tyr Val Cln Lys He Asp Lys Glu Val Asp Lys Clu Val Ser Lys Ala 
1620 1625 1630 

TTA GAA TCA AAA AAT GAT CTT ACT AAT CTT TTA AAA CAA AAT CAA CAT 4944 
Leu Glu Ser Lys Asn Asp Val Thr Asn Val Leu Lys Cln Asn Cln Asp 
1635 1640 1645 

TTT TTT ACT AAA GTT AAA AAC TTC GTA AAA AAA TAT AAA GTA TTT GCT 4992 
Phe Phe Ser Lys Val Lys Asn Fhe Val Lys Lys Tyr Lys Val Phe Ala 
1650 165S 1660 

GCA CCA TTC ATA TCT CCC GTT CCA CCA TTT CCA TCA TAT GTA GTT GCG 5040 
Ala Pro Phe lie Ser Ala Val Ala Ala Phe Ala Ser Tyr Val Val Cly 
1665 1670 1675 1680 

TTC TTT ACA TTT TCT TTA TTT TCA TCA TCT CTA ACA ATA CCT. TCT TCA 5088 
Phe Phe Thr Phe Ser Leu Phe Ser Ser Cys Val Thr He Ala Ser Ser 
1685 1690 1695 

ACT TAC TTA TTA TCA AAA GTT CAC AAA ACT ATA AAT AAA AAT AAC GAG 5136 
Thr Tyr Leu Leu Ser Lys Val Asp Lys Thr He Asn Lys Asn Lys Clu 
1700 1705 1710 

AGA CCC TTT TAT TCA TTT CTA TTT CAT ATC TTT AAC AAT TTA AAA CAT 5184 
Arg Pro Phe Tyr Ser Phe Val Phe Asp He Phe Lys Asn Leu Lys His 
1715 1720 1725 

TAT TTA CAA CAA ATG AAA CAA AAA TTT ACT AAA GAA AAA AAT AAT AAT 5232 

yr H~ Gln Gln M " Clu L y* Ph * Ser Lys Glu Lys Asn Asn Asn 
1730 1735 1U0 

CTA ATA CAA CTA ACA AAC AAA CCT GAG AAA AAA GCT AAT GTA CAC CTA 5280 
Val He Clu Val Thr Asn Lys Ala Clu Lys Lys Gly Asn Val Cln Val 
1745 1750 1755 1760 

ACA AAT AAA ACC GAG AAA ACA ACT AAA GTT CAT AAA AAT AAT AAA CTA 5328 
Thr Asn Lys Thr Clu Lys Thr Thr Lys Val Asp Lys Asn Asn Lys Val 
1765 1770 1775 

CCG AAA AAA AGA AGA ACG CAA AAA TCA AAA TAA 5561 
Pro Lys Lys Arg Arg Thr Cln Lys Ser Lys * 
1780 1785 
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(2) INFORMATION FOR SEQ ID NO: 3: 
(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 1891 base pairs 

(B) TYPE: nucleotide 

(C) STRANDEDNESS: double 

(D) TOPOLOGY: linear 
(ii) MOLECULE TYPE: cDNA 

(ix> FEATURE: 

(A) NAME/KEY: CDS 

(B) LOCATION: 2.. 1891 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3: 

T ACA TTA ACT GAA ACT CTA CAT CAT AAT AAA AAT TTA CAA CAA CCC 4* 

Thr Leu Thr Clu Ser Val Asp Asp Asn Lys Asn Leu Clu Clu Ala 
15 10 15 

GAA GAT ATA AAG GAA AAT ATC TTA TTA ACT AAT ATA CAA CAA CCA AAA 94 
Clu Asp lie Lys Clu Asn He Leu Leu Ser Asn He Glu Clu Pro Lys 
20 25 . 30 

CAA AAT ATT ATT CAC AAT TTA TTA AAT AAT ATT CCA CAA AAT TCA CAA 142 
Clu Asn He lie Asp Asn Leu Leu Asn Asn He Cly Cln Asn Ser Glu 
35 40 45 

AAA CAA GAA ACT CTA TCA CAA AAT CTA CAA CTC ACT GAT CAA CTT TTT 190 
Lys Cln Glu Ser Val Ser Clu Asn Val Gin Val Ser Asp Glu Leu Phe 
50 55 60 

AAT GAA TTA TTA AAT ACT CTA GAT CTT AAT CCA CAA CTA AAA GAA AAT 239 
Asn Clu Leu Leu Asn Ser Val Asp Val Asn Cly Clu Val Lys Glu Asn 
65 70 75 

ATT TTG GAG GAA ACT CAA CTT AAT GAG GAT ATT TTT AAT ACT TTA CTA 286 
He Leu Glu Glu Ser Gin Val Asn Asp Asp He Phe Asn Ser Leu Val 
80 85 90 95 

AAA ACT GTT CAA CAA CAA CAA CAA CAC AAT CTT GAA GAA AAA CTT GAA 334 
Lys Ser Val Cln Gin Clu Cln Cln His Asn Val Clu Clu Lys Val Clu 
100 10S 110 

CAA ACT CTA CAA GAA AAT CAC GAA CAA ACT CTA CAA CAA AAT CTA CAA 382 
Glu S«sr Val Glu Clu Asn Asp Clu Clu Ser Val Clu Clu Asn Val Glu 
115 120 125 

GAA AAT CTA GAA CAA AAT CAC CAC GCA ACT CTA GCC TCA ACT GTT GAA 430 
Clu Asn Val Glu Clu Asn Asp Asp Cly Ser Val Ala Ser Ser Val Glu 
130 135 140 
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CAA ACT ATA CCT TCA ACT CTT CAT GAA ACT ATA CAT TCA ACT ATT GAA 478 
Glu Ser He Ala Ser Ser Val Asp Clu Ser lie Asp Scr Ser He Glu 
145 150 155 

GAA AAT GTA GCT CCA ACT CTT GAA GAA ATC CTA CCT CCA ACT CTT CAA 526 
Glu Asn Val Ala Pro Thr Val Glu Glu He Val Ala Pro Thr Val Clu 
160 165 170 175 

GAA ATT GTA GCT CCA ACT CTT GTA GAA ACT GTC GCT CCA AGT CTT GAA 574 
Glu He Val Ala Pro Ser Val Val Clu Ser Val Ala Pro Ser Val Glu 
180 185 190 

GAA ACT GTA GCT CCA ACT CTT GAA GAA ACT CTA GCT GAA AAT CTT GAA 622 
Clu Ser Val Ala Pro Ser Val Clu Glu Ser Val Ala Clu Asn Val Clu 
195 200 205 

GAA ACT CTA GCT GAA AAT CTT CAA GAA ATC CTA CCT CCA ACT CTT GAA 670 
Glu Ser Val Ala Clu Asn Val Clu Glu He Val Ala Pro Ser Val Glu 
210 215 220 

GAA AGT CTA CCT GAA AAT GTT CAA GAA AGT GTA CCT GAA AAT CTT GAA 711 
Clu Ser Val Ala Clu Asn Val Glu Glu Ser Val Ala Glu Asn Val Glu 
225 230 235 

CAA ACT GTA GCT GAA AAT CTT CAA CAA ACT CTA CCT GAA AAT .CTT CAA 766 
Clu Ser Val Ala Clu Asn Val Clu Clu Ser Val Ala Clu Asn Val Clu 
240 245 250 255 

CAA AGT GTA GCT CAA AAT CTT CAA CAA ATC CTA CCT CCA ACT CTT GAA 814 
Clu Ser Val Ala Clu Asn Val Clu Clu He Val Ala Pro Thr Val Clu 
260 265 270 

GAA ACT CTA GCT CCA ACT CTT CAA CAA ATT CTA CCT CCA ACT CTT CAA 662 
Glu Ser Val Ala Pro Thr Val Clu Clu He Val Ala Pro Thr Val Clu 
275 280 285 

GAA AGT GTA CCT CCA ACT CTT CAA CAA ATT CTA CTT CCA ACT GTT GAA 910 
Glu Ser Val Ala Pro Thr Val Clu Clu He Val Val Pro Ser Val Glu 
250 295 300 

GAA ACT GTA CCT CCA ACT CTT GAA CAA ACT CTA CCT CAA AAT CTT GAA 958 
Clu Ser Val Ala Pro Ser Val Clu Clu Ser Val Ala Clu Asn Val Clu 
305 310 3 15 

CAA ACT GTA CCT CAA AAT CTT CAA CAA ACT CTA CCT CAA AAT GTT GAA 1006 

T Val Ala Clu Asn Val Glu Glu Scr v *l Ala Clu Asn Val Glu 
320 325 330 335 

CAA ACT CTA GCT GAA AAT CTT GAA GAA ACT CTA CCT CAA AAT CTT CAA 1054 
Clu Ser Val Ala Glu Asn Val Glu Clu Ser Val Ala Clu Asn Vnl Clu 
3M) 34 * 
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GAA ATC CTA GCT CCA ACT GTT CAA CAA ATC CTA CCT CCA ACT CTT CAA 1102 
Clu He Val AU Pre Ser Val Glu Clu lie Val Ala Pro Thr Val Clu 

355 360 365 

CAA ACT CTT CCT CAA AAC CTT CCA ACA AAT TTA TCA CAC AAT CTT TTA 1150 
Clu Ser Val Ala Clu Asn Val Ala Thr Asn Leu Ser Asp Asn Leu Leu 
370 375 380 

ACT AAT TTA TTA CCT GCT ATC CAA ACT GAG GAA ATA AAC CAC ACT ATA 119B 
Ser Asn Leu Leu Gly Cly He Clu Thr Clu Clu He Lys Asp Ser He 
385 390 395 

TTA AAT GAG ATA GAA CAA CTA AAA GAA AAT CTA CTC ACC ACA ATA CTA 1246 
Leu Asn Clu He Glu Clu Val lys Clu Asn Val Val Thr Thr He Leu 
400 405 410 415 

GAA AAA CTA GAA GAA ACT ACA CCT GAA ACT CTA ACT ACT ITT ACT AAT 1294 
Clu Lys Val Glu Clu Thr Thr Ala Clu Ser Val Thr Thr Phe Ser Asn 
420 *25 430 

ATA TTA CAC GAG ATA CAA GAA AAT ACT ATT ACT AAT CAT ACT ATA GAG 1342 
He Leu Glu Glu He Gin Glu Asn Thr He Thr Asn Asp Thr He Glu 
435 440 445 

CAA AAA TTA GAA GAA CTC CAC CAA AAT CTA TTA ACT CCC GCT .TTA CAA 1390 
Glu Lys Leu Glu Clu Leu His Glu Asn Val Leu Ser Ala Ala Leu Clu 
450 455 460 

AAT ACC CAA ACT GAA CAC CAA AAC AAA CAA GTA ATA GAT CTA ATT CAA 1438 
Asn Thr Gin Ser Clu Glu Clu Lys Lys Clu Val lie Asp Val He Glu 
465 470 475 

GAA GTA AAA CAA CAC CTC CCT ACC ACT TTA ATA GAA ACT CTC GAA CAC 1486 
Glu Val Lys Clu Clu Val Ala Thr Thr Leu lie Clu Thr Val Glu Gin 
480 485 490 495 

CCA GAA CAA GAG ACC GAA ACT ACA ATT ACC CAA ATA TTT CAA AAT TTA 1534 
Ala Clu Glu Glu Ser Glu Ser Thr He Thr Glu He Phe Clu Asn Leu 
500 505 510 

CAA GAA AAT CCA CTA CAA ACT AAT CAA AAA CTT CCA GAG AAT TTA GAG 1562 
Glu Clu Asn Ala Val Glu Ser Asn Clu Lys Val Ala Clu Asn Leu Glu 

515 520 525 

AAA TTA AAC CAA ACT GTA TTT AAT ACT CTA TTA GAT AAA CTA CAC CAA 1630 
Lys Leu Asn Glu Thr Val Phe Asn Thr Val Leu Asp Lys Val Clu Clu 
530 535 S40 

ACA CTA CAA ATT ACC GGA CAA ACT TTA GAA AAC AAT CAA ATC CAT AAA 1678 
Thr Val Clu He Ser Cly Clu Ser Lsu Clu Asn Asn Clu Met Asp Lys 
545 550 555 
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CCA TTT TTT ACT CAA ATA TTT CAT AAT CTA AAA CCA ATA CAA CAA AAT 1726 
Ala Phe Phe Ser Clu He Phc Asp Asn Vel Lys Gly lie Gin Glu Asn 

560 565 570 575 

TTA TTA ACA CGT ATC TTT CGA ACT ATA CAA ACC ACT ATA CTA ATC CAA 1774 
Leu Leu Thr Gly Met Phe Arg Ser He Glu Thr Ser He Val He Gin 
580 S85 590 

TCA GAA GAA AAC CTT GAT TTC AAT CAA AAT CTC GTT ACT TCC ATT TTA 1822 
Ser Glu Glu Lys Val Asp Leu Asn Clu Asn Val Val Ser Ser He Leu 
595 600 605 

CAT AAT ATA CAA AAT ATC AAA CAA CGT TTA TTA AAT AAA TTA GAA AAT 1870 
Asp Asn He Glu Asn Met Lys Glu Gly Leu Leu Asn Lys Leu Glu Asn 
610 615 620 

ATT TCA ACT ACT GAA GGC GAA 1891 
He Ser Ser Thr Clu Gly Glu 
625 630 
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